Supp. Figure S6 . Correlation of MLPH mRNA expression to the SNP genotypes and to AR expression in PCa tissue specimens. Expression of MLPH and AR transcripts was analysed by real-time RT-PCR in RNA samples extracted from benign and malignant areas of frozen radical prostatectomy specimens (n=77). The relative transcript expression levels were calculated in relation to the house keeping gene TBP and further calibrated to an inter-assay and inter-plate control sample (cDNA mix of 3 benign and 3 malignant tissue sections). A-D: Scatter plot of MLPH mRNA expression stratified according to the genotypes of rs11891426, rs2292884 and rs7584330 (A), tissue types and genotype category of rs11891426 (B), rs2292884 (C) and rs7584330 (D). E: Benign (Ben) and cancer (Ca) tissue types. F: Scatter plot of MLPH versus AR mRNA demonstrating the correlated expression of AR and MLPH mRNAs in prostate tissue samples. Welch's corrected unpaired t-test was used for the analysis of differences between the groups. * P < 0.05, ** P < 0.01 and *** P < 0.001.
